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Fig. S1. Graphical representation of the percentage of genes belonging to a given 3 functional group for the 104 heat-regulated genes that are presented in Table S3 . Amplicons resulting from one specific primer combination (EcoRI-ACT/ MseI-CTT) 31 were separated electrophoretically. There are 8 duplicated lanes (total of 16 lanes), 32 corresponding to differentially expressed fragments of maturing microspores at 33 developmental stages A-3 and A-5 (3 and 5 days before anthesis, respectively) 34 derived from plants of cv. 3017 and cv. 3042, which had been either kept under 35 control conditions (C, 26/22 o C day/night temperatures) or exposed to HS (2 h at 43-36 45 o C). Arrows point to TDFs that exhibit differential expression patterns. 37 38 A-3 A-5 Table S1 . List of adapters and primers used for cDNA-AFLP application
A. Forward Reverse
EcoRI adapters 5' CTCGTAGACTGCGTACC 3' 3' AATTGGTACGCAGTCTAC 5'
MseI adapters 5' TACTCAGGACTCAT 3' 3' GACGATGAGTCCTGAG 5'
B.
Pre-selective amplification primers 5' GACTGCGTACCAATTCA 3' 5' GATGAGTCCTGAGTAAC 3' Selective amplification primers* 5' GACTGCGTACCAATTCACT 3' 5' CATGAGTCCTGAGTAACTG 3' 5' GACTGCGTACCAATTCACA 3' 5' CATGAGTCCTGAGTAACTT 3' 5'GACTGCGTACCAATTCACC '3 5' CATGAGTCCTGAGTAACAG 3' 5' GACTGCGTACCAATTCAAC 3' 5' CATGAGTCCTGAGTAACAT 3' 5' CATGAGTCCTGAGTAACTA 3' 5' CATGAGTCCTGAGTAACTC 3' 5' CATGAGTCCTGAGTAACAA 3' 5' CATGAGTCCTGAGTAACAC 3' *All possible EcoRI X MseI primer combinations were used (except for EcoRI-AAC X MseI-CTG/CAA/CAC), resulting in a total of 29 combinations. Results are presented as the fold difference between the mean-value derived from 12 replicates of heat-stressed vs. the mean value derived from 12 replicates of control microspores. Genes found to be statistically significant (p-value<0.05) are presented in this BH To ensure no more than 5% false discovery rate, the BH approach for multiple comparison correction (Benjamini and Hochberg, 1995) was used. Genes that were less than the adjusted p-value of 5% are marked by 'BH', the rest (unmarked) are statistically significant (p-value<0.05, not corrected). p Gene sequences found to be highly expressed in Arabidopsis pollen grains under control conditions (Zimmermann et al., 2004) . 
